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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences usbg BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from J^JCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Program [j 



I Matrix 



Parameters used in BLASTN prog ram only: 

Reward for a match: [ jPenalty for a mismatch:^ 

H Use Mega BLAST Strand option f 



Open gap |ii | and extension gap [l ! penalties 

gap x_dropoff |50 i expect |io.O- word size [5 I Filter 



Sequence 1 Enter accession or GI [cloned e or download from file 
or sequence in FASTA format from:[o 



dpepass atitdpkkanrfhrtijlitvjlpagyvps pkhrs pl i antlwgkmllateslkns 
afxtpsdhpfwgitcx^ixsmmvyqeprejjhp^ 

klneryaknnvs sknys cqgemlp* s lqegfllaklvglysygdhnchhfytqgenlt s qgt 
frsqtmggavffdlpmkpfgsthiltapfix1algiysslshftevgayprsf 
lvpigvkgsfmnatqrpqawtvelayqpvlyrqeleiat^^ 
ykisqqtqplswltlhfqyhgfyssstfcnylngeialrf' 



Sequence 2 Enter accession or GI |ct2 murd: or download from file [~ 
or sequence in FASTA format from:|o jto:[o [ 



VAGLEKDPVA 



p-f 1 c T2+ 



Comments and suggestions to blast-help@ncblnlm.nih.g ov 



h!tpJ/www.ncbl.nlm.nlh.flov/bUst/bl2seq/bl2.hlml 
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% NCBI 



Blast 2 Sequ nc s r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLAST? 2.2.3 [Apr-24-2002] 

| gap open:[ir gap extension: 



Matrix | 



lO.oj wordsize: |3 j 



Sequence 1 lcljseqj Length 955 fnPtT CLojocT p^6^^ 
Sequence2 lcl|seq^2 Length 10 PT TC^7_ 



No significant similarity was found 



httpi/www.ncbl.nlm.nfh.gov/tla8t/bl2i»V*blai»2.cgl? 



Tuesday, July 23, 2002 
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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Program ! 



Matrix 



Parameters used in BLASTN prog ram only: :.• 
Reward for a match:[~~^ HPenalty for a mismatch:[ 

[U Use Me ga BLAST Strand option t 



Open gap [li J and extension gap |i j penalties 

gap x_dropoff |so ejegecj |l0.0| word size |3 \ Filter [jgf 



Sequence 1 Enter accession or GI [cloned e or download from file 
or sequence in FASTA fonnat from: |o , j to: [o 



DPEFAS SATITDPKKANRFHRTLLLTWLPAGYVPS PKHRS PL IANTLWGNMLLATESLKNS 
AELTPSDHPFVKSITGGGLGMMVYQEPRENHPG^^ 
KLNEIIYAKNNVSSKNYSCQGEMLFSI^EGFLI^ 
FRSQTHGGAVFFDLFMKPFGSTHILTAPFUSA^^ 

LVP IGVKG S FMNATQRPQ AWTVELAYQPVLYRQEL EIATQ LLASKG IWFG SG S P S SRHAMS 
YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF ' ' 



Sequence 2 Enter accession or GI |ct4 murd: or download from file [~ 
or sequence in FASTA format from: o jto: 



PTTSDVAGLEKDPVA 



Comments and suggestions to blast-help@ncbi.nlm.nlh. gov 



http^www.ncbI.nlm.nlh.gov/b)a8t/bl2seq/bl2.html 
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Pace:l 



NCB 



i 



Blast 2 Sequ nces results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

Matrix 



gap open:! 11 : gap extension: li 



10.01 wordsizern 



Sequence 1 Icl|seqJ Length 955 C * TC< ^ P'jA 2 V ^ ^ 

Sequence 2 lcl|seq^2 Length 15 9X 7 CA M 
No significant similarity was found 



http7/www.ncbl.n!m.nlh.gov/btaat/bl28ec^wbla8t2xgl? 
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Blast 2 Sequences 
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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
111 stand-alone executable for blasting two sequences (bl2seq) can be retrieved from frJCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Program 



Matrix 



Parameters used in BLASTN prog ram only: 

Reward for a match:| ^_ JPenalty for a mismatchrf - 



Use Mega BLAST Strand option f 



Open gap [H j and extension gap i_ 1 penalties 

gap x_dropoff [so j expect fToTol word size [T j Filter 



Sequence 1 Enter accession or GI [cloned e or download from file []~ 
or sequence in FASTA format from:) o :to:|o "~j 



DPEPASSATITDPKKANRFHRTLI^TWLPAGYVPSPKHRSPLIANTLW 

AELTPSDHPFTOITGGGLGMHVYQEPRENHPGFHMRSSGYFAGMIAGQ^ 

KLNERYAKNNVSSKNYSCQGEMLFSLQEGFL 

FRSQTMGGAVFFDLPMKPFGSTHILTAPFLGAI/3IY S SLSHFTEVGAYPRSFSTKTPLINV 
LVPIGVKGSFMNATQRPQAWTVEIAY^FVLTO^ 

Y^ISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF - 



Sequence 2 Enter accession or GI |ct/ mdrd" or download from file [~ 
or sequence in FASTA format from: o _ _J to: [<L j 



PTT S DVAGLEKD PKD 



Comments and suggestions to blast-hetp@ncbinlnLnik y ov 



Mtp7/vww.ncbl.nlni.nlh.oov/blast/bl2s«q/bI2.html 



Tuesday, July 23, 2002 
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Blast 2 Sequenc s results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

Matrix (| 



WBBSB5& S a P open:fiT gap extension: 



10.0: wordsize: |3/; Biter 



Sequence 1 lcl|seq_l Length 955 ?H-P<T At^c P"TA a,<*fr?-i 

Sequence 2 lcl|seq_2 Length 15 pT 1 C ;. 
No significant similarity was found 



hnp://www.ncbl.nlm.nih.tov/blaat/bt2aeq/Wblatt2.cgl? 
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BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 

Thf Stand-flfo"* fr*^"tah1 for Masting two sequences (M9~seq) ran he retrieved from JnTCBI ftp site 

Reference; Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Piugi am 



Parameters used in ELASHlprogram only: 

. Reward for a match: ^ _JPenalty for a mismatch:] 



[U Use Mega BLAST Strand option f 



Open gap [li j and extension gap [i_ ; penalties 

gap xjdropoff [soT j expect [lo.o! word size Filter |^ 



Sequence 1 Enter accession or GI {cloned e" or download from file £ 
or sequence in FASTA format from: |o j to: [o~" 



DPEPASSATITDPKKANRFHRTLIXTWLPAGW 

AELTPSDHPFWGITGGGTjGMMVYQEPRENHPGFHMRSSGYPAGMIAGQTHTPSI^ 
KLNERYAKNNVS SKNYSCQGEMLFSLQEGFTjLAKLVGLYSYGDHNCHHFYTQGENLTSQGT 
FRSQTMGGAVFFDLPWKPFGSTHILTAPFIXS^ 
LVPIGVKGSFMNATQRPQAWTVEIAYQPVLYRQELEIATQLIJ^ 
YKI SQQTQPLSWLTLHFQ YHGFYS S STFCNYLNGE IALRF ■ . ■ ' 



Sequence 2 Enter accession or GI |ci7 murd" or download from file 
or sequence in FASTA format from:|o 



to: 



NPASTTSDVAGLEKDPVA 



Comments and suggestions to blast-help@ncblfiLnunih,^ ov 



http^www.ncbI.nIm.nIh.gov/blaat/bl2eeq/bl2.html 



Tuesday. July 23, 2002 



Blast Resuft 



Page: 1 



NCBl 



Blast 2 Sequenc s results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.23 [Apr-24-2002] 



Matrix 



gap open:[iij gap extension; [i ■[ 



x_dropoff: ficH expect [10.0 wordsize: [5~1 Eliex [5} 



mm 



Sequence 1 lcl| S eq_i; Length 955 CMa^*- XH <* 

Sequence 2 lcl|seq_2 Length 18 

Potest* Pri dT> 

No significant similarity was found 



http7/www.ncbl.nlm.nlh.oov/blaat/bl23eq/wbl68t2.cgl7 
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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLASE engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Program I 



Matrix || 



Parameters used in BLASTN prog ram only: 

Reward for a match: | . jPenalty for a mismatch:^ 



Use Mega BLAST Strand option I 



Open gap [ii J and extension gap j penalties 

gap x_dropoff [io j expect lio.O; word size [5 1 Filter ||J 



Sequence 1 Enter accession or GI [cloned e or download from file P 
or sequence in FASTA format from: |o 



Jto:[o~ 



DPEPAS S ATITDPKKANRFHRTLLLTWLPAGYVPS PKHRS PLIANTLWGNMLLATESLKNS 
AELTPSDKPFVJGITGGGI/31HVYQEPRENHFGFHHRS SGYFAGMIAGQTHTF SLKF SQTYT 
KLNERYAKNNVSSKNYSCQGEMIJSLQEGFIJ^AKLVGLYSYGDHNOT 
FRSQTOGGAVFFDLPMKPFGSTHILTAPFLGAI^^ 
LVPIGVKGSFMNATQRPQAWTVELAYQPVLYRQE^ 

YKI SQQTQPLSWLTLHFQYHGFYS SSTFCNYLNGEIALRF ' 



Sequence 2 Enter accession or GI |ct8 murd: or download from file |~ 
or sequence in FASTA format from:[o ~ "lto:|o ; 



NPASTTSDVAGLEKDPKD 



Comments and suggestions to blast-help@ncbLnlm.nih.g ov 



http7Aww.ncbl.nlm.nlh.oov/blasl/bl2ieq/bl2.html 



Tuasday, July 23, 2002 



Blast Result 



Pagoil 



% NCBl 



Blast 2 Sequ nc s results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

| gap dpemfiT: gap extension: [l" 



x_dropoff : [sir expect jio.oi wordsize: [3^ BBtsr 1^ f 



mm 



Sequence 1 lcljseq^l Length 955 ftT^C PT A ; 

Sequence 2 lcl|seq^.2 Length 18 P T~\ C?~$ 
No significant similarity was found 



http-7/www.ncbl.nlm.nIh.gov/blast^l28eq/wblaat2.CQl7 



